q/|0 



Promote Mquanoo P13H2 <S46 bp) : 



Matrix 

CMYBjOt 

MYOO.QQ 

flajn 
$e_oi 

0ELTA£F1_01 

CUYB.01 

OATA1.02 

GATAl-C 

TALI ALPHAE47..0 1 

TALtBETAE<7_01 * 

TAL10ETAm=2j)t 

MYOO.Q6 

GATAUM 

IKtjOt 

IK2J31 

CRGL.01 

GATA1JJ2 

CftYJXJ 

E2FJK 

M2Ft-0t 



PcdWoo OrUnWioa 

-602 r 
-601 

-425 ♦ 
*330 

-340 + 
<♦ 

-235 * 4 

«236 + 

•23S ^ 

•217 

-126 4 

•126 ♦ 

-123 ♦ 

-06 ♦ 



PromcUri^qwc^ P1 664 {861 bp) : 

yt*ti* Position 

NFY-.06 -7<8 

MZF1JJ1 -735 

CMYB.01 -664 

VMYB.C2 -652 

6TATJJ1 / ^73 

6TA£,01 *" -Q73 

MZFtJ)1 ^56 

lK*.Ot -<51 
M2FU&1 

SRYjQ2 « M 
UZF1JH 

MY00.Q6 -1*> 

OELTAEFljOl -176 

66J01 6 

MZFIJ01 te 



ProawUf w<7*nc«-P2968 (555 bp) : 



Matrix 

ARKTjOt 

NMYCJH 

USFJH 

U6FJ01 

NMYCjOl 

MYCMAXJ02 

USF.C 

U8F.C 

MZF1_01 

ELK1.02 

CCTB1P64 01 

AP1.Q4 

AP1FJ.Q2 

PAOS.C 



PocMon 

-coo 

•309 
-009 
-300 
-309 
-307 
-307 
-2*2 
•105 
•102 
•42 
-42 
45 



Goon 
0.963 
0.061 
0.960 

cm 

0.060 
0X$4 
0XS6 
0X60 
0,956 

0x73 

0X83 
0X78 
0X54 
0X53 
0,963 
0X85 
0X62 
0X50 
0X51 
0X57 
0X75 







0 


TGTCAGTTG 


10 


CCCAACTGAC 


11 


AATAGAATTAG 


« « 

1 1 


A A f*V A * J * ■ « 

AACTAAATTAG 


11 


GCACAOCTOAG 


11 


AGATAAATCCA 




CTTCAGTTG 


14 


. TTGTAGATAGGACA 


1! 


AGATAGGACAT 


16 


CATAACAGATGGTAAG 


16 


CATAACAGATGGTAAG 


16 


CATAACAGATGGTAAG 


10 


ACCATCTGTT 


13 


TCAAGATAAAGTA 


13 


AGTTGGGAATTCC 


12 


AGTTGGGAATTO 


10 


TGGGAATTCO 


14 


TCAGTGATATGGCA 


12 


TAAAACAAAACA 


6 


TTTAGCGC 


6 


TGAGGGGA 



Od«okBon 


Soor* 


Uagth 






0,556 


11 


GGACCAATCAT 


♦ 


0X62 


6 


CGTGGGGA 




0X94 


6 


TGACOGTTG 




aws 


• 9 


TCCAACGGT 


♦ 


0.963 


9 


TTCCTGGAA 




0X51 


9 


TTCCAGGAA 




0X56 


8 


TTGGGGGA 




0X65 


12 


GAATGGGATTTC 




0X68 


6 


AGAGGGGA 




0X55 


12 


GAAAACAAAACA 


4- 


0X60 


8 


GAAGGGGA 




0X81 


10 


AGCATCTGCC 


+ 


0.056 


11 


TCCCACCTTCC 




0X02 


11 


GAGGCAATTAT 




0.966 


6 


AGAGGGGA 



OtWntaffoa 


ttooa 


Ltngti 




4- 


0X64 


16 


GGACTCACGTGCTGOT 


4- 


0X6S 


12 


ACTOACGTCCTG 


♦ 


0X85 


12 


ACTCACGTGCTG 




0X65 


12 


OAGCAOGTGAGT 




0X56 


12 


OAGCACGTGAQT. 




0X72 


12 


CAGCAOQTGAGT 


+ 


0X07 


8 


TCAGQTGC 




0X91 


8 


GGAOGTGA 




0X66 


8 


CATGGGGA 


4 


0.963 


14 


CTCnPOCGGAAGCCT 


♦ 


0X74 


10 


TCCGGAAGCC 




0X63 


11 


AGTGACTGAAC 




0X61 


11 


AGTOACTGAAC 




1X00 


0 


TGTGGTCTC 



location *-n ; 
SEQ IV HO: 3| 

Complement of \$-Q.l 
complement of- 

complement of m-l3R 
Comi) fement of t5S-ifc>S 

nk-isq - 

conu>lemerrt of 437-2% 
covTvilement of 3oa-3i+ 

Comment of 478- W 
COftvplement of 5l4^5^/ 



5E0 X3> no*. 3+ 
coyn.pie.ment or (jO-^O 



Ho- r 77 

covnp iement of 13.^-/3^- 
135- K3 

Complement of I3S-K3 
Gortip\ement df 3551 '^SR 

35T-3feS 
3^4-3^1 

convptement o? 4io-4ai 

complement of 813-83,3 
Ooyivflement of ?a4-83l 

Locafiom in* 

. sec? id no; 37 

Covtw) lemerst of R3-2t>Hr 
donvilevAen^ of 1^3-^04- 
Coy^iement of 1^3-^0+ 

dOTtvplement of H5-£o2- 



CorrXiement of 



Complement of^bO-^Tp 
5*1-555 



Pi Grure-^ 



Description of Transcription or Binding Sites present on pr^fcters isolated from 
SignalTag sequences 



Promoter sequence P13H2 (546 bp): 



iviairix 


x UM11UI1 


vjricuidiiuii 




T jPnoth 


SiPfiiience 

IJCUUEUVV 


Location in: 
















CMYB01 


-502 


+ 


0.983 


A 
9 


tptp a /^T r r/^ 
lOlOAOl lO 


1 /-ZD 


MYOD_Q6 


-501 


- 


A A/C1 

U.9ol 


1 A 
10 


ppp a a rrn a r 1 
OOO AAO 1 UAL 


compieincni 01 i o-z / 


S8_01 


-444 


- 


A A/CA 

0.9o0 


1 1 
1 1 


A ATAT A ATT A n 

AAlAuAAl lAu 


conipicincni or / j*oj 


S8_01 


-425 




A A/C/C 


1 1 


A A PT AAA TT A CI 

AAL 1 AAA 1 1 AO 




DELTAEF1_01 


-390 


- 


AA^A 

0.960 


1 1 


pp a p a pptp A P 
OOAOAOO 1 LAO 


compicmeni oi izy-uv 


GATA_C 


-364 


— 


A C\£LA 

0.9o4 


1 1 
1 1 


AT ATA A A T^/^ A 

AO A 1 AAA 1 LLA 


coinpiciTieiii oi ijj-iuj 


CMYB_01 


-349 


+ 


A ACO 


A 

y 


Oil OAO 1 1 0 


170 17R 
1 / O- 1/0 


GATAl_02 


-343 


+ 


A ACQ 


1 A 

14 


T r m r T AHATA f~iP, A P A 

1 1 0 1 AOA 1 AOOAOA 


1 lf\ 1 520 

1 /0-107 


GATAC 


-339 


+ 


A ftCI 

0.953 


1 1 

1 1 


AHATA P_P_ A pAT 

AOA 1 AOOAOA 1 


1 0A ion 


TAL l ALPHAE47_0 1 


-235 


+ 


A ATI 

0.973 


lo 


PATA APAT.A TCirVT A AT, 

OA 1 AAOAOA 1 OO 1 AAO 


zo^f-zyy 


TAL 1 BETAE47_0 1 


-235 


+ 


A AOI 

0.983 


i a 
lo 


PATA APAP.A TTZrZT A AT, 

OA 1 AAOAOA 1 OO 1 AAO 




TAL l BETAITF20 1 


-235 


+ 


a mo 
0.978 


lo 


PATA APAPA TdfYT A AT, 
OA 1 AAOAOA 1 OO 1 AAO 


984 9Q0 


MYOD Q6 


-232 




A ACvl 

0.954 


1 A 
10 


A PP A TPTPITT 

AOOAIOIOI 1 


cornpiciTicni oi zo /-z^o 


GATAl 04 


-217 


_ 


0.953 


13 


TCAAGATAAAGTA 


complement of 302-3 14 


IKl 01 


-126 


+ 


0.963 


13 


AGTTGGGAATTCC 


393-405 


IK2 01 


-126 




U.70J 






393-404 


CREL 01 


-123 


+ 


a 

U.VoZ 


10 


TGGGAATTCC 




GATAl 02 


-96 


+ 


A ACA 

0.950 


1 A 

14 


TP a /"'T/^ ATA T/Tl/^ir^ A 

1 OAO 1 OA 1 A 1 OOO A 


*fZj-*f JO 


SRY 02 


-41 






1 9 
1Z 


1 AAAAtAAAALA 


rnmnlptnPTit Af 47R-480 
CUmpiCIIlCIH Ul H/ 0-H07 


E2F 02 


-33 


+ 


A ACT 

o.9j / 


o 
O 


TTT A PPPP 

1 1 1AOOOO 




MZFl 01 


-5 


— 


A A*7C 

0.975 


o 
O 


tp a pppp a 
1 OAOOOOA 


compicmeni oi j I't-jz i 


Promoter sequence P15B4 (861 bp): 










ljOCaiion in. 


Matrix 


Position 


Orientation 


Score 


Length 


Sequence 












NFY Q6 


-748 


- 


A AC/C 

0.956 


1 1 


pp a PP A A TP A T 

OOAOOAA 1 OA 1 


compicmeni oi ou- /u 


MZFl 01 


-738 


+ 


A AiO 

0.962 


8 


ppTp p A 

OO 1 OOOOA 


7H 77 


CMYB 01 


-684 


+ 


A CiCiA 

U.994 


A 

y 


tp a ppPiTTr: 
lOAOOOl lO 


1 9A 1 ^9 


VMYB 02 


-682 


- 


A AOC 

0.985 


A 

y 


Tpp a a r^nrw 
1 OOAAOOO 1 


compicmeni oi i zo- 1 


STAT 01 


-673 


+ 


A A/TO 

0.968 


A 

9 


TTPPTP.P A A 

1 lOOlOOAA 




STAT 01 


-673 


- 


A AC 1 

0.951 


A 

9 


ttpp a nn A A 
1 1 OOAOOAA 


compiemeni oi ijj-i^j 


MZFl 01 


-556 




0.956 


o 
8 


nooooCjA 


complement of 252-259 


IK2 01 


-451 


+ 


0.965 


12 


GAATGGGATTTC 


357-368 


MZFl 01 


-424 


+ 


0.986 


8 


AGAGGGGA 


384-391 


SRY 02 


-398 




vJ.yjD 


1 9 
iz 


f T A AA APAA A Af A 


complement of 4 1 0-42 1 


MZFl 01 


-216 


+ 


A AaCA 

0.960 


8 


GAAGGGGA 




MYOD Q6 


-190 


+ 


0.981 


1 A 

10 


A PP A TPTPPP 

AOOA 1 O 1 OOO 


Olo-OZ / 


DELTAEF1 01 


-176 


+ 


A AC O 

0.958 


1 1 


TPPP A PPTTPP 

1 OOOAOO 1 1 OO 


£19 Azl9 


S8 01 


5 


- 


A AA1 

0.992 


1 1 

1 1 


P A PPP A A TT A T 

OAOOOAA1 1A1 


complement oi oi j-ozj 


MZFl 01 


16 


- 


0.986 


o 

8 


A /"■» A /" 1 /~ , /"* , P A 

AOAOOOCjA 


complement oi oz^-o o i 


Promoter sequence P29B6 (555 bp): 










ijOcauon in. 


Matrix 


Position 


Orientation 


Score 


Length 


Sequence 










cpa rn lvri" 17 
ojli^ in fNw. *) / 


ARNT 01 


-311 


+ 


A C\£. A 

0.964 


16 


PP A PTP A PPTP.PTPPT 

OOAO 1 OAOO 1 OO 1 OO 1 


101 9fiA 

iy i-zuo 


NMYC 01 


-309 


+ 


0.965 


1 1 

12 


AO 1 OAOO 1 OO 1 0 


1 OT 9HA 


USF 01 


-309 


+ 


A AOC 

0.985 


12 


AO 1 OAOO 1 OO 1 0 


1 OI 9H4 


USF 01 


-309 


- 


A AOC 

0.985 


i ^ 
12 


A A Pr'TP A ot 

CAGOAOCj 1 OAO 1 


complement oi iy^-zu4 


NMYC 01 


-309 




A AC/T 

0.956 


i 

12 


P A PP A PPTP A PT 

OAOOAOO 1 OAO 1 


complement oi iio-zuH 


MYCMAX 02 


-309 


- 


A ATI 

0.972 


12 


O A PP A PPTP A PT 

OAOOAOO 1 OAO 1 


complement oi iyj-zuH 


USF C 


-307 


+ 


A fiO*7 


o 
O 


TP A PPTP.P 

1 OAOO 1 OO 


\QC OAO 

iyj-zuz 


USF C 


-307 




0.991 


8 


GCACGTGA 


complement of 195-202 


MZFl 01 


-292 




0.968 


8 


CATGGGGA 


complement of 2 1 0-2 1 7 


ELK1 02 


-105 


+ 


0.963 


14 


CTCTCCGGAAGCCT 


397-410 


CETS1P54 01 


-102 


+ 


0.974 


10 


TCCGGAAGCC 


400-409 


API Q4 


-42 




0.963 


11 


AGTGACTGAAC 


complement of 460-470 


AP1FJ Q2 


-42 




0.961 


11 


AGTGACTGAAC 


complement of 460-470 


PADS C 


45 


+ 


1.000 


9 


TGTGGTCTC 


547-555 



FIGURE 9 



